Structural characterization of fatty acid modifications
In ribosomally encoded A-acylated lipopeptides

Julien A. Konig', Johannes A. Eckert!, lan S. Yunus!, Gabriel Cervera Arriaga !, Anna L. Vagstad*'

'Institute of Microbiology, Department of Biology, ETH Ziirich
https://doi.org/10.17952/38EPS.2026.P447

RiPPs: ribosomally synthesized and posttranslationally
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» Antimicrobial, antitumor, immunosuppressant and biosurfactant
activities, as well as drug-delivery and vaccine agent applications.

GNATs

» GCNb5-related N-acetyltransferases (GNATSs) in RiPP biosynthetic
pathways install defined fatty acid moieties regiospecifically onto the

x\\‘ o side chains of (hydroxy)ornithines and lysines.
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